This appendix gives details for the construction of the snake supertree, associated references, and a Nexus file with the character data and the trees used in the concentrated-changes analyses. For relationships among major lineages of snakes, we followed Lee and Scanlon's (2002) morphological study ( fig. 11A ) and, for alternative analyses to which we refer but do not present the full results, Vidal and Hedges's (2002a) molecular study. Lee and Scanlon's analysis included characters from previous analyses and also included fossils; thus, we consider it more reliable than previous morphological studies. Slowinski and Lawson's (2002) molecular study used a substantially greater number of taxa than and about the same number of characters as Vidal and Hedges. However, the number of major lineages sampled was similar in the two studies. Furthermore, Slowinski and Lawson did not present a combined analysis of all their data, and the separate trees they presented are based on fewer characters than Vidal and Hedges's tree. Thus, we prefer Vidal and Hedges's tree over those of Slowinski and Lawson. Finally, although Vidal and Hedges used slightly more taxa and many more characters than Lee and Scanlon, the latter produced a tree with generally higher bootstrap values. Thus, one could make an argument for preferring either study; this is why we used both topologies (although we only report those using the Lee and Scanlon tree).
point). However, this latter position is weakly supported (e.g., the branch in question is very short in Kelly et al. 's [2003] ML tree and does not appear at all in their maximum parsimony and Bayesian trees). The hypothesis that homalopsines are outside of all nonviperid colubroids in our study is moderately supported by Vidal and Hedges ( ). Thus, we have placed homalopsines in this relatively basal position. bootstrap p 78 Crotalinae. The relationships generally follow Parkinson et al. (2002, fig. 3b ), who used the largest number of both informative characters and taxa of any study of this group. Relationships within the rattlesnakes (Crotalus and Sistrurus) follow Murphy et al. (2002) . Crotalus oreganus is treated as the sister species (rather than a subspecies) of Crotalus viridis, following Ashton and de Queiroz (2001) .
Viperinae. Ashe and Marx (1988) place Bitis as sister to Vipera ammodytes (of the taxa included in our study), but both the mitochondrial DNA sequence study of Lenk et al. (2001) and the Herrmann and Joger (1997) study place Bitis outside of Vipera, as, apparently, does the morphological data of Groombridge (1980, as analyzed by Hermann and Joger). We have followed the majority of studies in placing Bitis outside of Vipera.
Vipera. The relationships are from the morphological study of Ashe and Marx (1988) and the albumin immunological distance study of Herrmann and Joger (1997) .
Elapidae (major groups) . The modern phylogenetic study with the largest number of characters (and probably by far the largest number of informative characters, although this information is not given) is that of Slowinski and Keogh (2000; we used their fig. 2 ). For our purposes, the important results are the monophyly of the Australo-Papuan clade and the African-Asian-American clade (contra Keogh 1998 , but supported by other references cited in Slowinski and Keogh 2000) . Aspidelaps is placed next to Naja on the basis of this study as well.
Viviparous Australian elapids. We followed Keogh et al. (2000) , who used by far the largest number of characters of any phylogenetic study of this group. The placement of Enhydrina is from Slowinski and Keogh (2000) .
Austrelaps. There are no phylogenetic studies that resolve relationships within this group; thus, we left it unresolved.
Suta. There are no phylogenetic studies that resolve relationships within this group; thus, we left it unresolved.
Oviparous Australo-Papuan elapids. We followed Keogh et al. (1998, fig. 5 ), who used the largest number of characters of any phylogenetic study of this group.
Demansia. The relationships are from Mengden (1985) . Pseudechis. The relationships are from Mengden et al. (1986, fig. 5 ). That study used phenetic methods, but the electrophoretic data very strongly separate Pseudechis porphyriacus from Pseudechis guttatus and Pseudechis australis. The placement of Laticauda within Pseudechis follows Keogh et al. (1998) .
Pseudonaja. Mengden (1985) presented a tree for some of the species in this group based on electrophoretic data. However, this study did not resolve relationships among the taxa included in our study.
Cacophis. There are no phylogenetic studies that resolve relationships within this group; thus, we left it unresolved.
Colubrinae. This is a difficult group. Our main source for relationships was the ML tree of Creer (2001) , which included more taxa than any other study of colubrines as a whole. The positions of Elaphe quadrivirgata, Elaphe quatuorlineata, and Coronella are based on Utiger et al. (2002) . The placement of Hemorrhois hippocrepis and Hierophis viridiflavus with Macroprotodon is based on the close relationship of the former two taxa to Spalerosophis (Creer 2001; Schätti and Utiger 2001) , along with the finding of Lawson et al. (unpublished data) that Spalerosophis is sister to Macroprotodon among the taxa in their data set. The position of Grayia is from Vidal et al. (2000) and Kelly et al. (2003) . The position of Dendrelaphis is from Kelly et al. (2003) .
Masticophis. The relationships are from Creer (2001) . In addition, we assumed that Masticophis schotti and Masticophis taeniatus are sister taxa because they were formerly considered to be the same species.
Uromacer. The relationships are from Henderson et al. (1988) . Lampropeltini. We used Rodríguez-Robles and De Jesús-Escobar (1999, fig. 5 ) rather than Keogh (1996) because the former used a greater number of taxa and informative characters.
Lampropeltis. The relationships are from J. W. Fetzner Jr. and L. R. Miller (unpublished data). The polyphyly of Lampropeltis triangulum in Fetzner and Miller's tree required splitting our diet data into L. triangulum sinaloae and L. triangulum syspila and eliminating data from several studies for which the appropriate clade of L. triangulum was unclear.
Pituophis. The relationships are from Rodríguez-Robles and De Jesús-Escobar (2000) . Natricinae. Relationships of non-North American genera to each other and to the Thamnophiini follow Lawson et al. (unpublished data) and R. Lawson and A. de Queiroz (unpublished data) . The position of Tropidonophis is based on Malnate and Underwood (1988) .
Thamnophiini. The relationships are from Alfaro and Arnold (2001) . Thamnophis. The relationships are from de Queiroz et al. (2002) . Xenodontinae. In general, we used Vidal et al. (2000;  maximum parsimony tree, their fig. 2 ) rather than Cadle's (1984a Cadle's ( , 1984b ) studies because the former used more taxa and used individual characters rather than distances. The placement of Waglerophis is based on Cadle (1984a) Cadle's (1984b) finding that Rhadinaea flavilata is closely related to Coniophanes. The placement of Tachymenis with these latter two is based on Zaher (1999) . The sister group relationship of Hy psiglena ϩ Conio phanes ϩ to is based on Vidal and Hedges (2002a) .
Tachymenis Diado phis ϩ Car pho phis ϩ Heterodon

Nexus Code
#NEXUS
[Boiga ceylonensis, Boiga cynodon, and Boiga dendrophila were not used in any analyses because records of feeding on bird eggs and squamate eggs were ambiguous for these species. In addition, for the bird egg analyses, Thamnophis sirtalis and Crotalus horridus were not used because records of feeding on bird eggs were ambiguous for these species 190 Crotalus_enyo, 191 Crotalus_horridus, 192 Crotalus_scutulatus, 193 Crotalus_viridis_oreganus, 194 Crotalus_viridis_viridis, 195 Porthidium_yucatanicum, 196 Sistrurus_catenatus, 197 Sistrurus_miliarius, 198 Trimeresurus_mucrosquamatus, 199 Trimeresurus_stejnegeri, 200 Vipera_ammodytes,  
